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Introduction: Cancer, the uncontrollable growth of abnormal cells, is the second leading cause of 
death following cardiovascular diseases. Further progression of basic sciences and introduction of 
novel drug design techniques and possibility of predicting ligand-receptor interactions, has led to 
more attempts to discover, design and develop new anticancer chemicals with the hope of 
accessing to new drugs to complete the cancer treatment process. 1,3,4-Oxadiazole derivatives due 
to their unique chemical structure and biological/pharmacological applications, are known as one 
of the centers of attention in medicinal chemistry. 
 
Materials, Instruments and Methods: A few novel previously synthesized 2,5-disubstituted 
1,3,4-oxadiazole derivatives (1-17) were subjected to combined systematic docking/quantum 
mechanical studies against certain previously proven chemotherapeutic receptors. AutoDock4.2 
and ORCA quantum chemistry packages were used for modeling studies while LigPlot and Viewer 
Lite software were applied for obtaining ligand-target binding patterns.  
 
Results and Discussions: In the current project, it was tried to explore binding modes/affinities of 
experimentally validated 1,3,4-oxadiazoles (1-17), to some validated chemotherapeutic targets. 
Structure binding relationship (SBR) studies showed that chemical structures possessing halogen 
atoms on 5-substituted phenyl and N-benzyl rings (4 and 17) exhibited superior binding 
modes/energies with regard to the majority of studied targets, regardless of their cytotoxic activity. 
A few oxadiazole structures exhibited ΔGbs comparable to or stronger than crystallographic ligands 
that were previously demonstrated to inhibit intended targets. On the basis of obtained results, a 
general SAR/SBR for binding of candidate oxadiazoles to binding sites of relevant targets was 
developed and a few top-ranked 2,5-disubstituted 1,3,4-oxadiazole structures were proposed as 
potential cytotoxic candidates that were also virtually validated. Moreover; lowest binding energy 
in the B3LYP/Def2-SVP level of calculation could be estimated for Arg486 (-6.05 kcal/mol) in 
binding of compound 17 to telomerase.  
 
Conclusion and Suggestions: Various studies have demonstrated 1,3,4-oxadiazole heterocyclic 
nucleus as a privileged medicinal scaffold. A series of novel 2,5-disubstituted 1,3,4-oxadiazole 
derivatives were elucidated for their intermolecular binding patterns with some of the cancer 
relevant oxadiazole-inhibited targets. On the basis of obtained results, a general SAR/SBR pattern 
for candidate 1,3,4-oxadiazoles was offered and some hybrid oxadiazole structures were proposed 
as potential cytotoxic agents. Since the assessed macromolecular targets were previously proved to 
be blocked by 1,3,4-oxadiazoles, the results of this study might be useful in further design of more 
potent anticancer 1,3,4-oxadiazole derivatives through extending the scope of privileged structures 
toward designing new potential anti-tumor compounds. 
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